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Anders Ödeen1* and Olle Håstad2After publication of this work, it has come to our atten-
tion that inaccuracies are present in the HTML version
of Figure two (Figure 1 here) in the published manu-
script. The correct version of this figure is included in
this erratum. Note that the PDF version of the original
publication contains the correct version of Figure two
(Figure 1 here).
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1Department of Animal Ecology, Uppsala University, Norbyvägen 18D,
Uppsala S-752 36, Sweden
Full list of author information is available at the end of the article
© 2014 Ödeen and Håstad; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the
Creative Commons Attribution License (http://creativecommons.org/licenses/by/4.0), which permits unrestricted use,
distribution, and reproduction in any medium, provided the original work is properly credited. The Creative Commons Public
Domain Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available in this


















































































8 UVS     VS
2 VS↔UVS
↔ 
Figure 1 Correct version of Figure two (Figure 1 here) from Ödeen and Håstad 2013 [1]. Reference numbers in the following legend refer
to the original article. A phylogenetic reconstruction of SWS1 opsin evolution. A tree redrawn from Hackett et al. [44], showing shifts between
violet (VS) and UV sensitivity (UVS) in SWS1 single-cone pigments (this study and references in text and S2). Taxa new to this study are shown in
bold font. In parentheses are the codons and corresponding amino acid residues of the spectral tuning sites 86 (above line) and 90 (below).
Nucleotide substitutions (lower case letters) are indicated at their most likely evolutionary position in the tree. The number of species that have
been analysed per taxon is shown after taxon names (in bold folt for taxa sequenced in this study). For the sake of brevity, the Charadriiformes
and Passeriformes clades have been collapsed. The evolution of SWS1 in these orders is reconstructed in [49] and [50,51], respectively. Asterix (*)
indicates that amino acid residue C86 has been found in a subset, family Accipitridae, of the order Accipitriformes.
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